Isolates of Salmonella enterica subsp. enterica serovar Heidelberg are often associated with poultry products and may cause severe human illness. Here, we report the fully assembled genome and plasmid sequences of three S. Heidelberg strains with phage types 9, 29, and 41.
e present here the closed genome and plasmid sequences of three isolates of Salmonella enterica subsp. enterica serovar Heidelberg from Quebec, Canada, which include one human clinical isolate (12-4374, phage type 41 [PT41]) and two food isolates, one from turkey meat (N13-01290, PT9) and one from chicken meat (SA02DT10168701, PT29). The antimicrobial resistance profile of the turkey isolate includes amoxicillin-clavulanic acid, ampicillin, cefoxitin, ceftiofur, ceftriaxone, streptomycin, sulfamethoxazole, and tetracycline, and the profiles of the human and chicken isolates include amoxicillin-clavulanic acid, ampicillin, cefoxitin, ceftiofur, and ceftriaxone.
Genomic DNA was extracted using either the Qiagen EZ1 
Illumina Nextera XT DNA library preparation kit, achieving 116 to 150ϫ coverage. The Illumina reads were analyzed and quality checked using FastQC (http://www.bioinformatics.babraham.ac .uk/projects/fastqc/). Also, an optical map of the chicken isolate was generated using the restriction enzyme NcoI (OpGen, Inc., Gaithersburg, MD) and used to verify correct the contig assembly. Unweighted pair group method using average linkages (UPGMA) similarity clustering of the restriction fragments in the wholegenome optical map of the chicken isolate with in silico maps of publicly available S. Heidelberg isolates was performed using MapSolver version 2.1.1 (OpGen, Inc.). Genome assemblies were created by using the MIRA assembler version 4.9.3 (2) and by manually checking potential joins using the Gap5 software of the Staden package (3). A comparison of the genome assemblies with the genome optical map and with closely related plasmid sequences found in GenBank, together with the finishing process, produced fully assembled genomes and plasmids. To verify that no plasmids were missed, the nonmatched reads were used to produce de novo assemblies for each data set, and the remaining contigs were subjected to BLASTn searches and analyzed for gene content. 
